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RVCQSPLTMLIALLWNVPTENFDKSLKEKVETEKKVLSDMCNFTTFAEMCLNIQRGADPLEAL-----------------------------------------------------------------------------------------------------------------------    751
RIIQSGDTLALLLIWNFTSDVFDPDIQGLVKEVRDQFASECSYSLFCDILCNVQEGDDPLKDICDIAEYTVY--------------------------------------------------------------------------------------------------------------    785
RILQSGMTLLLLLIWFRPVADFASDIQHRIVQWKERLDSEISMYTFSRMKYNICMGK-CILDWAR-----EEESE-------------TEDSGHGSSTESQSQCFSQASDTSGSADAPASQTPDPYDHDNPYHICKGFVCFKRPKTPPPKCFRQWFGLDLNEEALLWWSHIIGETPFRDLKL   731
RILQSGMTLLLLLIWFRPVADFATDIQSRIVEWKERLDSEISMYTFSRMKYNICMGK-CILDITR-----EEDSE-------------TEDSGHGSSTESQSQCSSQVSDTS--APAEDSQRSDP--HSQELHLCKGFQCFKRPKTPPPK--------------------------------    695
RILQSGMTLLLLLIWFRPVADFAAAIHERIVQWKERLDLEISMYTFSTMKANVGMGR-PILDFPR-----EEDSE-------------AEDSGHGSSTESQSQCFSQVSEASG-ADTQEN---------CTFHICKGFQCFKKPKTPPPK--------------------------------    688
RIIQSGIALLLMLIWYRPVAEFAQSIQSRIVEWKERLDKEFSLSVYQKMKFNVAMGI-GVLDWLRNSDDDDEDSQENADKNEDGGEKNMEDSGHETGIDSQSQGSFQAPQSS--QSVHDHN--------QPYHICRGFTCFKKPPTPPPEPET-----------------------------    708
RVLQSGMCILIMLIWCRPVSDFHPCIQAKVVYWKELLDKYIGLTEFADMQMNVTNGC-NILEKHNA--------------------------------------------------------------------------------------------------------------------    648
RYLQSGITWLLLLIYFRSVDDFTEKLQECVVKWKERIETEVGDMWLLTMKENIEQGK-NILEK-----------------------------------------------------------------------------------------------------------------------    586
RILQNGCTLLLLLIYHCDLDDFAESIQGKVRAWKERVNSEISVSTYLEMRQCCLEGRYSVCTKYSN----ANTAQ-----------------------------------------------------------------------------------------------------------    648
RLITKPETLLAYLLIRPESEKEISADLRAEFLTVIENLKFEVDERFFQYNNRLHEG-LCVHE------------------------------------------------------------------------------------------------------------------------    587
RILTKAETLLALLLINRESEERLSKQVRLDFVTTIDCLKFEVEQRIWKYLYNLHAG-LPYDHED----------------------------------------------------------------------------------------------------------------------    612
RLLTRPEVLLGLLILA-DTEVIDKKQISCKSATCVECLKFEFDERWR-YYGKLYEGESCFEQTDT---------------------------------------------------------------------------------------------------------------------    636
RWLTKAETLLAMLFLT-TPKSFR-DEITGKCANVLDILKIEFDSRILNYMFRIHNGESCFYEPENTGDI-----------------------------------------------------------------------------------------------------------------    636
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 Hamster 
 Murine 
 Baboon 
 BK 
 JC 
 SV40 
 WU 
 Bovine 
 MPPV 
 BFPV 
 Finch 
 Crow 
 Goose 

Carboxyl Terminus: Host Range Domain 
RILNSGYTILLVLLWYNPVDSFTPKVQEKVVQWKETLEKYVSITQFGNIQQNIIDGKDPLHGIVIEEQM-----------------------------------------------------------------------------------------------------------------    697 AGMPV 


